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ABSTRACT
In this poster, we present an extension to our freely available
KINARI-Web server to identify rigid and ﬂexible regions of
nucleic acids and protein-nucleic acid complexes contained
in the Protein Data Bank (PDB). The goal is to explore
the eﬀect of DNA and RNA on the rigidity and stability of
these structures. We also propose an approach for determining DNA rigidity based solely on sequence. Currently, only
the rigidity of DNA molecules whose structures have been
deposited in the PDB (approx. <4,000 ﬁles) can be analyzed. Once ﬁne-tuned and validated, this new coordinatefree method for investigating DNA ﬂexibility could be applied to the more than 135 million sequences in GenBank,
and to nanostructure design.

Categories and Subject Descriptors
J.3 [Life and Medical Sciences]: Biology and genetics;
I.6.3 [Simulation and Modeling]: Applications

General Terms
Rigidity, Flexibility, DNA, RNA, Proteins, Pebble Game

1.

Ileana Streinu

INTRODUCTION AND BACKGROUND

Understanding the rigidity and ﬂexibility of protein-nucleic
acid complexes may shed light on their stability and function. The Protein Data Bank (PDB) includes X-ray solved
structures (such as viruses and ribosomes) containing both
proteins and nucleic acids. KINARI-Web [1] is a server for
protein rigidity analysis, developed in our group. It is freely
available at http://kinari.cs.umass.edu. This poster reports on a current project aimed at extending KINARI to
work with DNA and RNA, in order to understand their effect on the ﬂexibility of nucleic acid-protein complexes.
We proceed with a brief summary of the pebble game
paradigm underlying rigidity analysis software, and a short
∗Corresponding author

introduction to KINARI-Web, our free online server implementing this method for protein studies.
The Pebble Game Paradigm and Rigidity Analysis of Proteins. While physics-based simulations such as
molecular dynamics are useful for gaining insight into motions of molecules at the atomic-level, they are computationally too expensive. Rigidity analysis is an alternative, fast,
graph-based method that identiﬁes rigid clusters of atoms
in molecules modeled as mechanical structures. It relies on
an algorithm (the pebble game) whose origins can be found
in a simple counting rule identiﬁed in 1864 by James Clerk
Maxwell [11]. The validity of Maxwell’s counts was proven
by Laman [9] for dimension 2, and extended to the analysis of 3-dimensional structures called body-bar-hinge frameworks by Tay [16]. The pebble game algorithm is an adaptation by Hendrickson and Jacobs [7] of an earlier method
of Hendrickson [4], based on bipartite matching. It was ﬁrst
applied to analyze glass networks, then proteins, by Jacobs,
Thorpe, and their collaborators [6, 5, 17].
KINARI-Web: Protein Rigidity Analysis. KINARIWeb [1] is a second generation software for rigidity analysis
of molecules, developed in our group. It is freely available as
a web server and provides options for larger-scale computational experiments. In particular, it streamlines the curation
of input protein data, including the addition of missing hydrogen atoms not present in the X-ray solved structures from
the Protein Data Bank (using the Reduce [21] software), as
well as the calculation of the important stabilizing interactions within the molecule (covalent bonds, hydrogen bonds
and hydrophobic interactions). From this information, a
mechanical model of the molecule is constructed. Atoms
along with their covalently bonded neighbors form bodies,
while covalent bonds between bodies are modeled as hinges.
Other stabilizing interactions are modeled as hinges or bars.
From the mechanical framework, an associated multi-graph
is constructed, with a node for each body, an edge for each
bar, and 5 edges for each hinge. The pebble game algorithm [10] decomposes this graph into clusters corresponding
to rigid components in the framework, and hence clusters of
atoms in the biomolecule (Figure 1). The rigidity results can
be visually investigated using an integrated JMol viewer.

2.

METHODS

We describe now the extensions to KINARI needed to
analyze nucleic acids from X-ray solved PDB ﬁles. We then
sketch a method for sequence-based DNA rigidity analysis.
Copyright is held by author/owner(s)
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2.1

Extending KINARI-Web to Nucleic Acids

In order for KINARI to analyze nucleic acids, modiﬁca-
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tions were made to the curation steps of KINARI-Web to
recognize, besides proteins, the presence of RNA, and DNA
molecules in a PDB ﬁle. The algorithm for calculating the
covalent bonds was adapted to work for nucleic acids. Identifying non-covalent interactions required more speciﬁc modiﬁcations, discussed below.

bic interactions is found by calculating the Lennard-Jones
potential using atom types from AMBER [20]. To calculate the energies for these constraints in DNA and RNA,
nucleic acid AMBER atoms types were added to KINARI.
Additional modiﬁcations to the heuristic method remains
to be explored, as it has been shown that using a similar
method for identifying hydrophobics results in overly rigid
RNA structures [2].

2.2

Figure 1: A segment of a 12-base DNA sequence
(PDB ﬁle 119d) is shown on the left. The rigidity of
the DNA strand, as calculated using the KINARIWeb software, is shown on the right. Same-colored
regions represent clusters of atoms that are rigid.
Identifying Hydrogen Bonds in Nucleic Acids. Since
no single fully agreed-upon method for calculating hydrogen bonds exists, we have explored multiple options that are
based on diﬀerent principles; not surprisingly, they produce
varying results. KINARI-Web integrates two external pieces
of software, HBPlus [12] and bndlst [8], as options for hydrogen bond calculation. The output of both methods was
compared to FR3D [15], a program for ﬁnding 3D structural
motifs in RNA. KINARI does not use FR3D to identify hydrogen bonds because it ﬁnds interactions between nitrogen
bases, not atoms, and our software requires atom-atom constraints for rigidity analysis. Since FR3D is an RNA-speciﬁc
program, it allows us to compare its results to what the options available in KINARI computed in terms of hydrogen
bonds for DNA and protein-nucleic acid complexes. Bndlst,
a Kinemage Lab software for identifying covalent and hydrogen bonds, ﬁnds many more interactions than FR3D, and it
is not easy to automatically prune out bonds that should
not be there. As a result, our default method for DNA and
RNA was selected to be HBPlus, which produces results
comparable to FR3D. HBPlus is also the default option for
proteins, and was used in the proﬁling and validation of
KINARI [1, 13]. For HBPlus to work with nucleic acids,
DNA residues were added as parameters and the PDB ﬁles
were pre-processed to convert the nomenclature of ribose
atoms and phosphate oxygens to those found in HBPlus.
A close investigation of HBPlus (at source code level) reveals that the program does not look for base-phosphate
hydrogen bonds with carbon donors, which are identiﬁed by
FR3D. Although these hydrogen bonds are weak (-0.1 to 1.1 kcal/mol) [22], they may have an eﬀect on nucleic acid
rigidity. An on-going task is the investigation of how the
inclusion of these weak interactions aﬀects KINARI rigidity
analysis of DNA and RNA structures.
Identifying Hydrophobic Interactions. Properly and
automatically identifying hydrophobic interactions in proteins is a challenging, and not entirely validated task, as it
relies on various heuristics. It is even more important to
do it properly in nucleic acids, because their stability is so
dependent on stacking interactions. KINARI identiﬁes hydrophobics using a heuristic approach that adds constraints
when the Van der Waals radii of two sulfur or carbon atoms
lie within a distance of 0.25 Å. The energy of these hydropho-
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Analyzing DNA Rigidity from Sequence

While there are over 135 million sequences in GenBank,
fewer than 4,000 structures with nucleic acids have been
solved. The previously described method for rigidity analysis requires atom coordinates. Our next goal is to make
progress toward investigating DNA ﬂexibility from sequence
only. We require a method for placing non-covalent interactions without needing atom coordinates. We propose a
three-step method for sequence-based rigidity analysis of
DNA: (1) generate a complementary strand and covalent
bonds to the molecular framework based on general knowledge of nucleotide structure, (2) place non-covalent interactions (hydrogen bonds and hydrophobics), and (3) perform rigidity analysis. 3D-DART [18], a web server for DNA
structure modeling, is used to convert the sequence to a list
of coordinates for visualization purposes.
Identifying hydrogen bonds from DNA sequence. We
rely on knowledge of the standard Watson-Crick model to
place hydrogen bonds between residues of the template and
complementary strands. For benchmarking purposes, PDB
ﬁles of DNA molecules were analyzed using HBPlus, and
hydrogen bond outputs compared to those generated by our
sequence-based approach.
Identifying hydrophobics from DNA sequences. We
focused on hydrophobic stacking interactions between consecutive base pairs, as they are critical in DNA stability [19].
A data set of DNA PDB structures [3] was used to identify
the most frequent interactions between each of the 16 types
of base pairs.

3.

DISCUSSION AND FUTURE WORK

We discuss now a few issues that remain to be addressed
for eﬀective nucleic acid rigidity analysis.

3.1

Nucleic Acid X-ray data

For validating rigidity analysis of nucleic acids, a comparison
of the rigidity predictions for resolved nucleic acid structures
should be performed against known structural properties of
the molecules. We are collecting a benchmarking data set,
anticipated to ﬁnd future use in the ﬁne tuning of the placement and modeling of non-covalent interactions. Possible
issues in identifying these constraints are formulated next.
Examining the Contributions of Hydrogen Bonds.
HBPlus does not look for base-phosphate hydrogen bonds
with carbon donors. While preliminary results suggest that
similar rigidity results are produced whether or not these
constraints are included, their impact on rigidity should be
examined. In addition, HBPlus identiﬁes multiple riboseribose hydrogen bonds in RNA that are not listed in the
FR3D database. The eﬀects of these constraints on rigidity
must be explored to determine if they should be included in
the molecular model of nucleic acids.
Towards Modeling Hydrophobic Interactions. KINARI’s own method for identifying and modeling hydropho-
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bic interactions has to be further validated using data sets of
RNA and DNA molecules. Rigidity results should be compared to experimental data using varying parameters, including limiting the number of constraints and varying the
cutoﬀ distance, to improve the accuracy of modeling these
interactions. In addition, it is of interest to examine how
changing the type of constraint used to model hydrophobic
interactions aﬀects rigidity.
Modeling Phosphate-Phosphate Repulsions. The repulsion between the negatively charged phosphates in nucleic acid backbones stabilizes their structures, making them
more rigid. Bending DNA leads to the unfavorable crowding
of phosphates on the inner face of the bend, which is partially but not entirely compensated for by increasing the separation of phosphates on the outer face [14]. Although stacking interactions have a dominant inﬂuence on DNA rigidity,
phosphate-phosphate repulsions also aﬀect stability. In future work, methods should be developed for modeling these
interactions.

3.2

Sequence-Based DNA Rigidity Analysis

KINARI analysis of DNA molecules with known structures should be compared to the results of the sequencebased approach to assess the accuracy of computing rigidity from sequence only. Since the proposed coordinate-free
method for placing hydrophobics is based on patterns in a
small set of known DNA structures, a much larger data set of
DNA molecules should be examined to determine the most
frequent constraints.
Conclusions. We have adapted KINARI-Web to analyze
the rigidity of nucleic acids with known structures, and proposed a method to perform DNA sequence-based rigidity
analysis. Remaining work includes ﬁne-tuning our approach
for examining DNA and RNA ﬂexibility and validating our
results against experimental data. Finally, our coordinatefree method for analyzing DNA rigidity from sequence should
be compared to the rigidity analysis of the corresponding
DNA PDB ﬁles.
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